Single-crystal X-ray study T = 100 K Mean (C-C) = 0.002 Å R factor = 0.043 wR factor = 0.128 Data-to-parameter ratio = 38.7
axial Fe-N Im distance is 2.0154 (8) Å . The axial ligands are parallel, as commonly found in previously reported iron(II) tetraphenylporphyrinates (Safo et al., 1990) . The absolute orientation of the axial ligand, the dihedral angle between the projection of the imidazole and the closest Fe-N p bond, is 0.7 (2) . The Fe-N Im distance falls in the range of reported values for imidazole ligated iron(II) tetraphenylporphyrinates. These values are 2.004 (2), 2.017 (4) and 2.014 (5) Å for [Fe(TPP)(1-VinIm) 2 ], [Fe(TPP)(1-BzlIm) 2 ], [Fe(TPP)(1-MeIm) 2 ], respectively (Safo et al., 1990) . All distances are consistent with a low-spin iron(II) state (Scheidt, 2000) .
Experimental
Experimental manipulations were performed under an atmosphere of argon. Toluene and hexane were distilled over sodium benzophenone ketyl. These solvents were further degassed by three freeze/pump/ thaw cycles. [Fe(TPP)(NO)] (Scheidt & Frisse, 1975 ) (54 mg), 222cryptand (122 mg) and potassium 4-methylimidazolate (15 mg) were added to toluene (40 ml). The solution was then transferred by cannula to glass tubes, where it was layered with hexane, and the tubes were sealed. After 30 d, X-ray quality crystals of (I) were isolated.
Crystal data [Fe(C 44 )/3 (Á/) max = 0.001 Á max = 0.92 e Å À3 Á min = À0.96 e Å À3 H atoms were placed in calculated positions (C-H = 0.95-0.99 Å ) and allowed to ride on the parent atom. U iso (H) was set to 1.2U eq (C) or 1.5U eq (C methyl ). The crystal was not cut as others were found to crumble on contact.
Data collection: APEX2 (Bruker, 2004) ; cell refinement: APEX2 and SAINT (Bruker, 2004) ; data reduction: SAINT and SHELXTL (Sheldrick, 2001) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 1990) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 1997); molecular graphics: PLATON (Spek, 2004) ; software used to prepare material for publication: SHELXTL.
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Figure 1
View of the title structure, showing 50% probability displacement ellipsoids. Unlabeled atoms are related to the labeled atoms by the symmetry operation (Àx, 1 À y, 1 À z). H atoms and the symmetryrelated K-centered cation and chloride anion have been omitted for clarity.
Figure 2
Packing diagram of the unit-cell contents of (I). For clarity, complete Fe complex molecules are shown. Fe atoms are located at the inversion centers (0, 1 2 , 1 2 ) and (1, 1 2 , 1 2 ). H atoms have been omitted.
( 
Special details
Geometry. All e.s.d.'s (except the e.s.d. in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell e.s.d.'s are taken into account individually in the estimation of e.s.d.'s in distances, angles and torsion angles; correlations between e.s.d.'s in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell e.s.d.'s is used for estimating e.s.d.'s involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. The structures were solved by direct methods using SHELXS97 and refined against F 2 using SHELXL97;subsequent difference Fourier syntheses led to the location of the remaining non-hydrogen atoms. For the structure refinement all data were used including negative intensities. All non-hydrogen atoms were refined anisotropically. Hydrogen atoms were idealized with the standard SHELXL97 idealization methods. Hydrogen atoms were placed at calculated geometries and allowed to ride on the position of the parent atom. Hydrogen thermal parameters were set to 1.2× the equivalent isotropic U of the parent atom, 1.5× for methyl H atoms. The program SADABS was applied for the absorption correction. Crystals were not cut because they crumble on contact. The structure is a tetraphenyl porphyrin bound axially by two 4-methyl imidazoles. Two potassium kryptand chloride are co-crystallized.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq Fe1 0.0000 0.5000 0.5000 0.01128 (4) N1 −0.12618 (7) 0.57355 (6) (7) 0.39821 (7) 0.01423 (15) C5 −0.09083 (8) 0.76737 (7) 0.40898 (7) 0.01395 (14) C6 −0.00121 (8) 0.74696 (7) 0.46062 (7) 0.01337 (14) (7) −0.01542 (7) 0.02659 (17) O3 0.14246 (7) 0.27638 (7) 0.18596 (6) 0.02162 (14) O4 0.22324 (7) 0.08917 (7) 0.31980 (6) 0.02177 (15) O5 0.25920 (7) −0.10572 (7) 0.13011 (7) 0.02312 (15) O6 0.13706 (7) 0.06224 (7) 0.01153 (6) 0.02120 (15) 
